Introduction
The genus Salimicrobium was proposed by Yoon et al. [32] in order to transfer two previously described species, Marinococcus albus [9] and Bacillus halophilus [28] , as Salimicrobium album and Salimicrobium halophilum, respectively, and to accommodate a new species, Salimicrobium luteum [32] . The genus Salimicrobium includes Gram-positive, strictly aerobic rods and cocci which are within the Firmicutes; they are catalase-and oxidase positive, moderately halophilic bacteria which require NaCl for growing. The predominant menaquinone is MK-7 and its cells wall peptidoglycan contains meso-diaminopimelic acid as the diagnostic diaminoacid. The DNA G+C content is 44.9-51.5 mol%. The type species of this genus is Salimicrobium album, which was originally isolated from a solar saltern in Spain [31] . The other two species, S. halophilum and S. luteum were isolated from marine solar salterns in Spain and Korea, respectively [28, 32] . More recently, another species has been described within this genus: Salimicrobium flavidum isolated from a marine solar saltern of the Yellow Sea in Korea [33] . Our results show that these isolates represent a novel species of the genus Salimicrobium, for which we propose the new designation Salimicrobium salexigens sp.
nov.
Materials and methods

Isolation and bacterial strains
Strains 29CMI
T and 53CMI were isolated from salted hides obtained from Australia on SW15 medium which contained a mixture of 15% salts [30] appropriate buffering capacity to each medium [22] . All biochemical tests were carried out at 10 % NaCl and 37 C, unless it is stated otherwise. Growth under anaerobic conditions was determined by incubating strains in an anaerobic chamber in SW10 medium. Catalase activity was determined by adding a 1 % (w/v) H 2 O 2 solution to colonies on SW10 agar medium. Oxidase test was performed using the Dry Slide Assay (Difco). Hydrolysis of aesculin, casein, DNA, gelatin, starch, Tween 80, pullulan and xylan, Voges-Proskauer and methyl red tests, production of indole, arginine, lysine and ornithine decarboxylases, phenylalanine deaminase, phosphatase, urease and nitrate reduction were determined as described by Cowan & Steel [4] with the addition of a 10% total salts to the medium [19, 30] . Citrate utilization was determined on Simmon's Citrate medium supplemented with SW10. Acid production from carbohydrates was determined using phenol red base supplemented with 1 % of the carbohydrate and [30] . For determining the range of substrates used as carbon and energy sources or as carbon, nitrogen and energy sources, the classical medium of Koser [11] as modified by Ventosa et al. [30] was used: 75 g NaCl l , except for carbohydrates, which were used at 2 g l -1
. When the substrate was an amino acid, it was tested as carbon, nitrogen and energy source, and the basal medium was therefore prepared without KNO 3 and (NH 4 ) 2 HPO 4 .
Phylogenetic analysis
Genomic DNA from strains 29CMI T and 53CMI was prepared using the method described by Marmur [14] . Their 16S rRNA gene was amplified by PCR with the forward primer 16F27 and the reverse primer 16R1488 [16] . Direct sequence determination of the PCR-amplified DNA was carried out using an automated DNA sequencer (model ABI 3130XL; Applied Biosystems). The 16S rRNA gene sequence analysis was performed with the ARB software package [13] . The 16S rRNA gene sequences were aligned with the published sequences of the closely related bacteria and the alignment was confirmed and checked against both primary and secondary structures of the 16S rRNA molecule using the alignment tool of the ARB software package. Phylogenetic trees were constructed using three different methods: maximum- Braunschweig, Germany. The determination was carried out as described by Schleifer [24] and Schleifer and Kandler [25] by thin-layer chromatography on cellulose plates using the solvent system of Rhuland et al. [20] .
The analysis of respiratory quinones and polar lipids of strain 29CMI 
Determination of the DNA G+C content and DNA-DNA hybridization
The G+C content of the genomic DNA was determined from the midpoint value of the thermal denaturation profile [15] using the equation of Owen & Hill [18] . DNA-DNA hybridization studies were performed by the competition procedure of the membrane filter method [10] . The hybridization temperature was 51.2 ºC, which is [10] . The experiments were performed in triplicate.
Results and discussion
Strains 29CMI
T and 53CMI were Gram-positive, non-motile and strictly aerobic cocci. They were able to grow in media containing 3-25 % (w/v) NaCl and optimally in media containing 7.5-12.5 % and 10 % (w/v) NaCl, respectively. Both strains were unable to grow in the absence of NaCl. On the basis of the NaCl requirements these bacteria can be considered as moderately halophilic microorganisms [29] . Their optimal temperature and pH were 37 ºC and pH 7.5. Both strains showed very similar phenotypic features and their characteristics are detailed in the new species description and Table 1 . They showed some differences with respect to the production of acid from some carbohydrates and the utilization of some compounds, as reported in the new species description.
The almost-complete 16S rRNA gene sequences of strains 29CMI T (1481 bp) and 53CMI (1438 bp) were obtained and used for initial BLAST searches in GenBank and phylogenetic analysis. The identification of phylogenetic neighbours and calculation of pairwise 16S rRNA gene sequence similarity were achieved using the ARB software package [13] and the EzTaxon server (http://www.eztaxon.org/; [1] ). The phylogenetic analysis, based on the maximum-parsimony algorithm, revealed that strains 29CMI T and 53CMI formed a monophyletic group with the species of the genus Salimicrobium (Fig. 1) . Neighbour-joining and maximum-likelihood methods resulted in highly similar tree topologies (Supplementary Figures S1 and S2) . The 16S rRNA [23] Sanchez-Porro, C., Yilmaz, P., de 
